Aniendnients to the Specification 

Al pa^c 5. in ihe tirsi paragraph bcLiiiining at line 2: 

These lechnKiLies prescnll\ sulTer from sex eral disad\ anla^ies. Perhaps most important 
IS their Hmited quantitati\e reprodueibihtx, whieh leads to a sf^tfKHiHt^ sm nifieant 
incidence of false positive signals, as much as So^o in the case of differential displa\. (As 
described regarding differential displa\ in Trends (icnci. \±: 242 ct scq. ( \ Sue. Acids 
Res. 22: 5703. ci sec/. {\')')4) and FT/IS Led. 351: -31 ■^^'7- ( I'^'M). among others), 
luirlhermore. the Inbridi/ation techniques generall>' are useful onl\' to anal\/e expression ol 
genes w hose sequences alread\ are know n hx bndi/ation chip technolog\ has not \ et produced 
arbitrar\ sequence arraxs that could assav' the expression complement e\ en of relatix cK' small 
genomes. Differential displax and ohgo-chip techniques furthermore suffer trom 
irreproducibihiy caused b\ unpredictable hybridi/alion of random short sequence probe sets to 
high complexit\ targets under low stringencx conditions. 

On page 5, m the 2 " paragraph beginning at hne 2(>: 

.■\ reproducible technique for profiling gene exj^ression w ith great ciuantitatu e 
accuracN has been describedr more recentK. \n its most common format, this technique 
quantitati\ el\- determines mRNA abundance m samples b\- measuring the amounts of 3 '-end 
fragments of cHWAs generated b> specific primers and specific clea\age reactions. 1 he 
technique is described m detail m pending PC Y patent application number PC^T rS^)(> 124()S. 
published a^ WlPO piiblicanon WoO^ i)52^(\ dated !3 februarx \')')', tb.e disclosure of whiich 
IS incorporated herem. m il> ciUirelx. 

On page 31, m the 2 ^' paragrapii beginning al line 2^^: 

SimilarK . the n-dimcnsional displax space of molecular topographies of the present 
inx ention can be detlned b\ a \ ariet\ of characteristics indicated along an axis. I bus, lor 
instance, a three dimensional dispiax space of die present nn ention may be defined b\ three 
H^l^ axes , one otAvhich rehues to such ideniilx ing sequences in DN.A of mRN.A of a sample as 
repeat sequences, motits related to cis-acting or trans-acting control elements, specilic 
mutations of mitochondrial or uenomic DNA, characteristic motifs, such as motifs associated 
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w 1th parliCLilar l\pc> and rLinclion> of prolcin>, ^cqLiciicc> dct'iticd b\ pi'iincr^ oi" b\ specific 
clca\auc. and other such strLiclural or functional Ncqucncc-spcci tic I)\A or inRNA 
c4KiFatHei"r^ i tH.'s c h a r a c l c i" i ^ 1 1 c > 



